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Background:Mastitis is a disease causing serious psychological
and physical difﬁculties in women. We report the aerobic bacteria
isolated from infected breasts of 44 women diagnosed with lac-
tational mastitis (LM), 10 with periductal mastitis (PM) and 46
diagnosed with granulomatous mastitis (GM).
Methods & Materials: Between November2015-June 2015, pus
specimens of 100 women diagnosed with mastitis were Gram
stained and aerobic cultures were performed. The isolated bac-
teria were identiﬁed by standart microbiological methods and by
Phoenix microbiology analyzer (BD PhoenixTM). From 1 LM patient
and 19 GM patient’s pus samples which showed bacteria on their
Gram-stained smears but had sterile cultures, bacterial DNA was
isolated. After extraction, the DNA was puriﬁed and PCR ampliﬁ-
cation procedures were performed. 1446–1515nt amplicons were
sequenced using the BigDye Terminator v3.1 kit (Applied Biosys-
tems, USA). DNA sequenceswere examined and edited usingMEGA
software. Antimicrobial sensitivities of bacteria isolated from cul-
tures were determined by the disc diffusion method. The results
were evaluated according to EUCAST 2015 documents.
Results: Aerobic bacteria were isolated from 31(70,4%) LM,
6(60%) PM and 19(41,3%) GMpatient’s samples, S.aureuswas found
as the most prevalent bacteria (43,1%, 60% respectively) in LM
and PM patients. However C.kroppenstedtii was found as the most
prevalent bacteria (15,2%) in GM patient’s samples. Furthermore, 2
S.aureus, 3 S.epidermidis, 1 S.capitis, 1 Streptococcus spp. 1 S.mitis, 1
L.lactis, 1 K.pneumoniae, 3 C.kroppenstedtii, 1 C.pseudotuberculosis,
1 C.urealyticum DNA were determined from 19(28%) GM patient
samples. A statistically signiﬁcant relation was found between
Gram positive bacteria and GM (p<0.05). The most effec-
tive antibiotics were trimethoprim-sulfamethoxazole, gentamicin,
ciproﬂoxacin, vancomycin, linezolid for Gram(+)diplococci, cef-
tazidime, amoxicillin/clavulanic acid, imipenemandgentamicin for
Gram(-)bacilli and penicillin, gentamicin, vancomycin, linezolid for
Gram(+)bacilli.
Conclusion: As a result, for the ﬁrst time, the bacteria that until
now appeared only in animal mastitis (S.saprophyticus, S.capitis,
L.lactis) were determined on human granulomateous mastitis. We
believe that, the addition of antibiotics penetrating strongly to the
adipose tissue and effective on the most common isolated bacteria
would be beneﬁcial for the treatment of patients with mastitis.
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Role of bacteria in Inﬂammatory bowel disease
(IBD)
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Background: Inﬂammatory bowel disease (IBD) is an idiopathic
disease caused by a dysregulated immune response to host intesti-
nal micro-ﬂora. The healthy human intestine is represented by
the presence of bacterial communities predominantly belonging
to obligate anaerobes; however dysbiosis and dys-anaerobiosis
in intestinal micro-ﬂora may lead to the development of inﬂam-
matory bowel disease (IBD). Various microorganisms including
Clostridium difﬁcile have been implicated in the exacerbation of
Inﬂammatory bowel disease.
Methods & Materials: In this study, gut microbiota of twenty
two patients suffering from IBD (acute stage) was compared with
gutmicrobiota of the follow-up samples from same patient (remis-
sion stage). Biopsy samples were collected via colonoscopy, and
tissue sampleswereprocessed immediatelyuponcollection for iso-
lation of DNA. Mucosal microbiota was analysed by means of 16S
rRNA gene-based short gun clone library sequencing. Clostridium
difﬁcile co-infection during IBD was analyzed using qPCR method.
Results: Analysis of 6437 good quality sequences demon-
strated a signiﬁcant reduction of bacterial diversity consistently
from phylum to species level (p-value < 0.05) of individuals
in the acute phase of IBD, Signiﬁcant increase in abundance
of unusual aerobes and facultative anaerobes, including mem-
bers from the phylum Proteobacteria (p-value=0.031) was also
observed. Infectious bacterial communities belonging to genus
Stenotrophomonas, Parabacteroides, Elizabethkingia, Pseudomonas,
Micrococcus, Ochrobactrum and Achromobacter were found to be
dominantin the intestine during the acute phase of IBD as com-
pared to IBDpatients in remission phase. However our qPCR results
suggested no signiﬁcant correlation between C.difﬁcile bacterial
infection and IBD in any stage of the disease.
Conclusion: The reduction of bacterial diversity with an
increase in the infectious bacterial communities signiﬁes dysbio-
sis at mucosal level in patient suffering from IBD, and any single
bacterial species like C.difﬁcile may not be solely responsible for
exacerbation of IBD.
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